In addition, the crystal growth of ARM lipase was also improved via counter diffusion method and microgravity experiment. Crystals grew in the gel-tube capillaries that are incubated in Protein Crystallization Research Facility on board the International Space Station for over three months in 2011. The space-grown crystal obtained was diffracted and data was collected at synchrotron radiation facility. The data was processed up to 2.3 Å resolution and the crystal belonged to primitive monoclinic P21 space group with the unit cell dimension of a= 55.79 Å, b=143.40 Å, c=63.97 Å, α=γ=90.00° and β= 105.88°.
Crystal structure of ARM lipase showed the typical, canonical alpha-beta hydrolase fold consisting of 13 α-helices and 11 β-strands. The conserved catalytic triad, composed of serine 113, histidine 358 and aspartic acid 317 was found in the hydrophobic active site. Three-dimensional structure features such as zinc-and calcium-binding sites, high percentage of charged, aromatic and proline residues presence in the protein, as well as high percentage of surface-exposed charged, hydrophobic and glycine residues explains the properties of ARM lipase as a thermostable, organic solvent-stable lipase.
In conclusion, the successful crystallization and structure elucidation of novel 
